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SEQUENCE LISTING 

<110> Cosman, David J. 
Mosley, Bruce 

<120> H14 DNA and Polypeptides 

<130> 03260.0085-00000 

<140> Unknown 
<141> 1999-09-09 

<150> 60/070,885 
<151> 1998-01-09 

<150> PCT/US99/00516 
<151> 1999-01-08 

<160> 3 

<170> Patentln Ver. 2.0 

<210> 1 

<211> 1281 

<212> DNA 

<213> Homo sapiens 

<400> 1 

atgcccgccg gccgccgggg ccccgccgcc caatccgcgc ggcggccgcc gccgttgctg 60 
cccctgctgc tgctgctctg cgtcctcggg gcgccgcgag ccggatcagg agcccacaca 120 
gctgtgatca gtccccagga tcccacgctt ctcatcggct cctccctgct ggccacctgc 180 
tcagtgcacg gagacccacc aggagccacc gccgagggcc tctactggac cctcaacggg 240 
cgccgcctgc cccctgagct ctcccgtgta ctcaacgcct ccaccttggc tctggccctg 300 
gccaacctca atgggtccag gcagcggtcg ggggacaacc tcgtgtgcca cgcccgtgac 360 
ggcagcatcc tggctggctc ctgcctctat gttggcctgc ccccagagaa acccgtcaac 420 
atcagctgct ggtccaagaa catgaaggac ttgacctgcc gctggacgcc aggggcccac 480 
ggggagacct tcctccacac caactactcc ctcaagtaca agcttaggtg gtatggccag 540 
gacaacacat gtgaggagta ccacacagtg gggccccact cctgccacat ccccaaggac 600 
ctggctctct ttacgcccta tgagatctgg gtggaggcca ccaaccgcct gggctctgcc 660 
cgctccgatg tactcacgct ggatatcctg gatgtggtga ccacggaccc cccgcccgac 720 
gtgcacgtga gccgcgtcgg gggcctggag gaccagctga gcgtgcgctg ggtgtcgcca 780 
cccgccctca aggatttcct ctttcaagcc aaataccaga tccgctaccg agtggaggac 840 
agtgtggact ggaaggtggt ggacgatgtg agcaaccaga cctcctgccg cctggccggc 900 
ctgaaacccg gcaccgtgta cttcgtgcaa gtgcgctgca acccctttgg catctatggc 960 
tccaagaaag ccgggatctg gagtgagtgg agccacccca cagccgcctc cactccccgc 1020 
agtgagcgcc cgggcccggg cggcggggcg tgcgaaccgc ggggcggaga gccgagctcg 1080 
gggccggtgc ggcgcgagct caagcagttc ctgggctggc tcaagaagca cgcgtactgc 1140 
tccaacctca gcttccgcct ctacgaccag tggcgagcct ggatgcagaa gtcgcacaag 1200 
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acccgcaacc agcacaggac gaggggatcc tgccctcggg cagacggggc acggcgagag 12 60 
gtcctgccag ataagctgta g 1281 

<210> 2 
<211> 426 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Pro Ala Gly Arg Arg Gly Pro Ala Ala Gin Ser Ala Arg Arg Pro 
15 10 15 

Pro Pro Leu Leu Pro Leu Leu Leu Leu Leu Cys Val Leu Gly Ala Pro 
20 25 30 

Arg Ala Gly Ser Gly Ala His Thr Ala Val lie Ser Pro Gin Asp Pro 
35 40 45 

Thr Leu Leu lie Gly Ser Ser Leu Leu Ala Thr Cys Ser Val His Gly 
50 55 60 

Asp Pro Pro Gly Ala Thr Ala Glu Gly Leu Tyr Trp Thr Leu Asn Gly 
65 70 75 80 

Arg Arg Leu Pro Pro Glu Leu Ser Arg Val Leu Asn Ala Ser Thr Leu 
85 90 95 

Ala Leu Ala Leu Ala Asn Leu Asn Gly Ser Arg Gin Arg Ser Gly Asp 
100 105 110 

Asn Leu Val Cys His Ala Arg Asp Gly Ser lie Leu Ala Gly Ser Cys 
115 120 125 

Leu Tyr Val Gly Leu Pro Pro Glu Lys Pro Val Asn lie Ser Cys Trp 
130 135 140 

Ser Lys Asn Met Lys Asp Leu Thr Cys Arg Trp Thr Pro Gly Ala His 
145 150 155 160 

Gly Glu Thr Phe Leu His Thr Asn Tyr Ser Leu Lys Tyr Lys Leu Arg— 
165 170 175 

Trp Tyr Gly Gin Asp Asn Thr Cys Glu Glu Tyr His Thr Val Gly Pro 
180 185 190 

His Ser Cys His lie Pro Lys Asp Leu Ala Leu Phe Thr Pro Tyr Glu 
195 200 205 
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He Trp Val Glu Ala Thr Asn Arg Leu Gly Ser Ala Arg Ser Asp Val 
210 215 220 



Leu Thr Leu Asp He Leu Asp Val Val Thr Thr Asp Pro Pro Pro Asp 
225 230 235 240 

Val His Val Ser Arg Val Gly Gly Leu Glu Asp Gin Leu Ser Val Arg 
245 250 255 

Trp Val Ser Pro Pro Ala Leu Lys Asp Phe Leu Phe Gin Ala Lys Tyr 
260 265 270 

Gin He Arg Tyr Arg Val Glu Asp Ser Val Asp Trp Lys Val Val Asp 
275 280 285 

Asp Val Ser Asn Gin Thr Ser Cys Arg Leu Ala Gly Leu Lys Pro Gly 
290 295 300 

Thr Val Tyr Phe Val Gin Val Arg Cys Asn Pro Phe Gly He Tyr Gly 
305 310 315 320 

Ser Lys Lys Ala Gly He Trp Ser Glu Trp Ser His Pro Thr Ala Ala 
325 330 335 

Ser Thr Pro Arg Ser Glu Arg Pro Gly Pro Gly Gly Gly Ala Cys Glu 
340 345 350 

Pro Arg Gly Gly Glu Pro Ser Ser Gly Pro Val Arg Arg Glu Leu Lys 
355 360 365 

Gin Phe Leu Gly Trp Leu Lys Lys His Ala Tyr Cys Ser Asn Leu Ser 
370 375 380 

Phe Arg Leu Tyr Asp Gin Trp Arg Ala Trp Met Gin Lys Ser His Lys 
385 390 395 400 

Thr Arg Asn Gin His Arg Thr Arg Gly Ser Cys Pro Arg Ala Asp Gly 
405 410 415 



Aia Arg Arg Glu Val Leu Pro Asp Lys Leu 
420 425 



<210> 3 
<211> 544 
<212> PRT 

<213> Artificial Sequence 
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<223> Description of Artificial Sequence: Fusion protein 
<400> 3 

Met Ala Arg Arg Leu Trp lie Leu Ser Leu Leu Ala Val Thr Leu Thr 
15 10 15 

Val Ala Leu Ala Ala Pro Ser Gin Lys Ser Lys Arg Arg Thr Ser Gly 
20 25 30 

Ala His Thr Ala Val lie Ser Pro Gin Asp Pro Thr Leu Leu lie Gly 
35 40 45 

Ser Ser Leu Leu Ala Thr Cys Ser Val His Gly Asp Pro Pro Gly Ala 
50 55 60 

Thr Ala Glu Gly Leu Tyr Trp Thr Leu Asn Gly Arg Arg Leu Pro Pro 
65 70 75 80 

Glu Leu Ser Arg Val Leu Asn Ala Ser Thr Leu Ala Leu Ala Leu Ala 
85 90 95 

Asn Leu Asn Gly Ser Arg Gin Arg Ser Gly Asp Asn Leu Val Cys His 
100 105 110 

Ala Arg Asp Gly Ser lie Leu Ala Gly Ser Cys Leu Tyr Val Gly Leu 
115 120 125 

Pro Pro Glu Lys Pro Val Asn lie Ser Cys Trp Ser Lys Asn Met Lys 
130 135 140 

Asp Leu Thr Cys Arg Trp Thr Pro Gly Ala His Gly Glu Thr Phe Leu 
145 150 155 160 

His Thr Asn Tyr Ser Leu Lys Tyr Lys Leu Arg Trp Tyr Gly Gin Asp 
165 170 175 

Asn Thr Cys Glu Glu Tyr His Thr Val Gly Pro His Ser Cys His lie 
180 185 190 

Pro Lys Asp Leu Ala Leu Phe Thr Pro Tyr Glu lie Trp Vai Glu Ala 
195 200 205 

Thr Asn Arg Leu Gly Ser Ala Arg Ser Asp Val Leu Thr Leu Asp lie 
210 215 220 

Leu Asp Val Val Thr Thr Asp Pro Pro Pro Asp Val His Val Ser Arg 
225 230 235 240 
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Val Gly Gly Leu Glu Asp Gin Leu Ser Val Arg Trp Val Ser Pro Pro 
245 250 255 

Ala Leu Lys Asp Phe Leu Phe Gin Ala Lys Tyr Gin lie Arg Tyr Arg 
260 265 270 

Val Glu Asp Ser Val Asp Trp Lys Val Val Asp Asp Val Ser Asn Gin 
275 280 285 

Thr Ser Cys Arg Leu Ala Gly Leu Lys Pro Gly Thr Val Tyr Phe Val 
290 295 300 

Gin Val Arg Cys Asn Pro Phe Gly lie Tyr Gly Ser Lys Lys Ala Gly 
305 310 315 320 

lie Trp Ser Glu Trp Ser His Pro Thr Ala Ala Ser Thr Pro Arg Ser 
325 330 335 

Glu Arg Pro Leu Gly Tyr Arg Tyr Val Glu Pro Arg Ser Cys Asp Lys 
340 345 350 

Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Glu Gly Ala Pro 
355 360 365 

Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lie Ser 
370 375 380 

Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp 
385 390 395 400 

Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn 
405 410 415 

Ala Lys Thr Lys. Pro Arg Glu Glu Gin Tyr Asn Ser Thr Tyr Arg Val 
420 425 430 

Val Ser Val Leu Thr Val Leu His Gin Asp Trp Leu Asn Gly Lys Glu 
435 440 445 

Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lie Glu Lys 
450 455 460 

Thr He Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro Gin Val Tyr Thr 
465 470 475 480 



Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gin Val Ser Leu Thr 
485 490 495 
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Cys Leu Val Lys 
500 

Ser Lys Gly Gin 
515 



Gly Phe Tyr Pro 



Pro Glu Asn Asn 
520 



Ser Asp lie Ala 
505 

Tyr Lys Thr Thr 



Val Glu Trp Glu 
510 

Pro Pro Val Leu 
525 



Asp Ser Asp Gly Tyr Thr Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys 
530 535 540 



